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Erratum
Tumor Suppressor NM23-H1 Is a Granzyme A-Activated DNase during
CTL-Mediated Apoptosis, and the Nucleosome Assembly Protein SET
Is Its Inhibitor
In the article by Fan et al. (Cell 112, pp. 659–672), the SET and pp32 controls for Figures 3H
and 3I were previously published as controls in another study (Fan, Z., Beresford, P. J., Zhang,
D. and Lieberman, J. (2002). Mol. Cell. Biol. 22, 2810–2820). In these experiments, replicate
SDS-PAGE gels of cell lysates treated with granzyme A or of cells treated with granzyme A
and perforin were probed in parallel for NM23-H1, HMG2, SET, pp32, and TAF-I. The first
paper showed blots for HMG2, SET, and pp32 and the current paper showed blots for NM23-
H1, SET, TAF-I, and pp32. This experiment was repeated twice with similar results.
In the earlier paper and our prior papers, the apparent molecular weights for SET complex
proteins were calculated using Invitrogen Multimark molecular weight markers, which gave
results that differed from the expected and published molecular weights. We therefore
changed to New England Biolabs prestained protein markers, with calculated apparent masses
that are in better agreement with published and predicted masses. A replacement for Figure
3H run with the more accurate New England Biolabs molecular weight standards is shown.
The corrected apparent molecular weights for the SET complex proteins are NM23-H1, 17
kDa; SET, 37 kDa; HMG-2, 24 kDa; Ape1, 36 kDa; and pp32, 32 kDa. TAF-1 is a homolog of
SET that is not in the SET complex. We apologize for any confusion the change in molecular
weight standards may have caused. The conclusions of the study are unaffected.
Zusen Fan, Paul J. Beresford, David Y. Oh, Dong Zhang,
and Judy Lieberman
Figure 3H. GzmA Does Not Degrade Native NM23-H1 in K562 Cell Ly-
sates
GzmA cuts SET, HMG-2, and Ape1, but not pp32. In this experiment,
the 22 kDa cleavage product of SET is visualized, but the cleaved
products of HMG-2 and Ape1 are rapidly degraded and not seen. The
SET homolog TAF-1 is not in the SET complex and is not a substrate
for GzmA.
